amplification from the cyclized templates. Comparison of these DNA sequences with the 
cDNA sequences placed exon boundaries at the divergence points. SRP19 and DPI were 
each shown to have five exons. DP2.5 consisted of 15 exons. The sequences of the 
oligonucleotides synthesized to provide PCR amplification primers for the exons of each 
of these genes are listed in Table III. 

(2) At columns 26-27, delete Table III and replace it with the following replacement Table 
III. All the underlining in replacement Table III was present in the original. 
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(3) At column 32, delete Table IV and replace it with: 



TABLE IV 



Seven Different Versions of the 20-Amino Acid Repeat 



Consensus: 
1262: 
1376: 
1492: 
1643: 
1848: 
1953: 
2013: 



F*VE*TP*CFSR*SSLSSLS 
YCVEDTPICFSRCSSLSSLS 
HTVQETPLMFSRCTSVSSLD 
FATESTPDGFSCSSSLSALS 
YCVEGTPINFSTATSLSDLT 
TPIEGTPYCFSRNDSLSSLD 
FAIENTPVCPSHNSSLSSLS 
RHVEDTPVCFSRNSSLSSLS 



(SEQIDNO:147) 
(SEQIDNO:148) 
(SEQIDNO:149) 
(SEQIDNO:150) 
(SEQIDNO:151) 
(SEQIDNO:152) 
(SEQIDNO:153) 
(SEQIDNO:154) 



Numbers denote the first amino acid of each repeat. The consensus sequence at the top reflects a majority 
amino acid at a given position. 



(4) Delete the sequence listing originally filed with the application and replace it with the paper copy 
of the substitute sequence listing that accompanies this amendment. 



Remarks 

The Second Advisory Action mailed December 28, 2001 indicated that the sequences of 
Tables III and IV must be identified by SEQ ID NO: before the application can be allowed. 
This amendment provides sequence identifiers for each of the sequences in Tables III and IV. 

The amendment also provides a substitute seqence listing. The substitute sequence 
listing adds sequences in Tables III and IV that were not present in the sequence listing filed with 
the application. In addition, the sequence listing makes two clerical corrections to SEQ ID 
NOS:68 and 76 ("C" instead of "G" at position 24 of SEQ ID NO:68 and "C" instead of "G" at 
position 20 of SEQ ID NO:76). These sequences were corrected to conform to the sequences 



